to Lim et al. (16) . 158 DNA sequencing. From two strains (11-02483 and 11-02464) belonging to ST127, one 159 strain (11-02467) belonging to ST88 and one strain (11-02485) belonging to ST42 the fljA, 160 fljB, hin and iroB genes were sequenced. The region was amplified by three overlapping 161
PCRs using the following oligonucleotides: (i) P-120 (CAGCGTAGTCCGAAGACGTGA) 162 and P-915 (ACGAATGGTACGGCTTCTGTAACC) resulting in a 1881 bp fragment for all 163 four strains;
(ii), P-1386 (GTCAGTAGCAACGTTAACTT) and P-1387 164 (ATGAGGTAAACGTACCGACA) resulting in a 2129 bp fragment for strain 11-02467 and 165 11-02485 and resulting in a 1126 bp fragment for strains 11-02483 and 11-02464. (iii) P-1392 166 (CGGAAAGTCTGCACAGAAC) and P-1551 (GCGAACTATCCAGGCACGA) resulting in 167 a 1647 bp fragment for all four strains. All PCR products were sequenced by Qiagen GmbH 168 sequencing service (Hilden, Germany). Single DNA sequence runs were assembled and 169 analysed using Lasergene software package (version 8.1; DNASTAR, Madison, WI). 170
Oligonucleotides used for sequencing can be obtained on request. Sequence comparisons 171 were performed using BLAST search at NCBI (http://blast.ncbi.nlm.nih.gov/). 172
The fliC gene was amplified from two ST1484 strains, 10-01745 and 11-02460, using 173 oligonucleotides P-314 (AAGGAAAAGATCATGGCA) and P-60 (CCGTGTTGCC 174 CAGGTTGGTAAT). The 1286 bp PCR products were sequenced with oligonucleotides P-175 314 and P-60 by Qiagen GmbH. 176
Statistical methods. The Simpson's index of diversity (ID) and the 95% confidence 177 intervals (CI) were calculated using the Comparing Partitions website
The Chi-square test with a confidence interval of 95% (p<0.05) was applied 180 (http://www.daten-consult.de/frames/statrechnen.html) to check the significance in the number 181 of strains attributed to each isolation source category. 182
Nucleotide sequence accession numbers. The fljB surrounding DNA sequences were 183 deposited in GenBank under accession numbers: HG003856 (strain 11-02483), HG003858 184 susceptible to all 14 antimicrobials tested. Three strains were monodrug-resistant to 217 sulfamethoxazole (SMX) and two strains were multidrug-resistant to four or more 218 antimicrobials ( Table 2 ). The strain 07-01889-2 (quail isolate) was resistant to NAL SMX 219 STR TET and the strain 11-02483 (human isolate) was resistant to AMP CHL KAN SMX 220 STR TET. By DNA microarray analysis we have found the following resistance genes: 221 were not yet 254 assigned to any eBG and one ST (ST679) that was assigned to eBG155. They have none or at 255 maximum two common alleles (Fig. 2) . 256
The eBurst groups or single STs were associated to some extend with strains from a 257 common source. Four STs (ST423, ST42, ST135, and ST127) were associated with more than 258 six strains isolated from humans. ST127 was with one exception (00-02320, sheep) 259 exclusively associated with human strains. Strains from poultry or poultry meat were mainly 260 assigned to ST1484, also sharing the XbaI PFGE clusters F and G. Three out of the five 261 strains isolated from mushrooms belonged to ST135. All four S. enterica serovar 4,5,12:b:-262 strains isolated from shellfish/fish belonged to eBG32. The group was highly diverse in respect to PFGE-profiles and PATs. Predominantly, all four 392 strains isolated from shellfish/fish were found in this group along with human strains 393 indicating a seafood associated subtype which is able to infect humans. However, single 394 strains isolated from a number of various other sources were also found in this lineage. The 395 two eBGs32 and eBGs242 showed variation in the pathogenicity gene repertoire but could be 396 clearly differentiated from eBG19 and other singleton STs. Some of these differences might 397
have an influence on the virulence in humans and animals. 
